. Identification of 87 fungal strains isolated from Fucus vesiculosus and its surrounding environment (sediment and seawater). Identification was done according to Sanger sequencing comparison of the ITS1-5.8S rRNA gene-ITS2 fragment to NCBI GenBank nucleotide database using BLASTn (incl. respective assigned Genbank accession numbers). The 3 first BLAST hits incl. respective accession numbers are given. WM: Modified Wickerham medium, PDM: Potato Dextrose medium, GCM: Glucose Casein medium, GYP: Glucose Yeast Peptone medium. SE: sediment. SA: seawater. FVE: F. vesiculosus endophytic fungi. FVS: F. vesiculosus surface epiphytic fungi. *Strain could not be identified to genus level but only to higher taxa (order) level. Figure S3 . Workflow for the OSMAC study based on the 55 fungal isolates derived from F. vesiculosus. 26 isolates were selected for small-scale fermentation. The OSMAC approach was designed using 4 different media and 2 culture regimes. In total 208 culture extracts were tested for anticancer activity and the bioactive samples were further tested for IC50 determination. 10 strains showed IC50 values below 100 µg/mL against at least one cancer cell line. In the end, all 80 culture extracts derived from 10 strains were analysed by an integrated metabolomics approach. 
